Antheraea yamamai, also known as the Japanese oak silk moth, is a wild species of silk moth.
3
Silk produced by A. yamamai, referred to as tensan silk, shows different characteristics such 4 as thickness, compressive elasticity and chemical resistance compared to common silk 5 produced from the domesticated silkworm, Bombyx mori. Its unique characteristics have led 6 to its use in many research fields including biotechnology and medical science, and the 7 scientific as well as economic importance of the wild silk moth continues to gradually 8 increase. However, no genomic information for the wild silk moth, including A. yamamai, is 9 currently available.
10

Findings
11
In order to construct the A. yamamai genome, a total of 147G base pairs using Illumina and
12
Pacbio sequencing platforms were generated, providing 210-fold coverage based on the 700 
Conclusions
21
Here we present the genome sequence of A. yamamai, the first genome sequence of wild silk 22 moth. These results provide valuable genomic information which will help enrich our
23
Data description 29 Antheraea yamamai (NCBI Taxonomy ID: 7121), also known as the Japanese oak silk moth, 30 is a wild silk moth species belonging to the Saturniidae family ( Figure 1 various fields [9] [10] [11] . Additionally, it also has been studied for their applications to human 45 health [12] [13] [14] [15] . However, despite the potential importance of the wild silk moth in research
46
and economic fields, no whole genomic information is currently available for this or any 47 other species from the family Saturniidae.
48
In this study, we present the annotated genome sequence of A. yamamai, the first published 49 genome in family Saturniidae, with transcriptome datasets collected from 10 different body 50 organ tissues. This data will be a fundamental resource for future studies and provide more 51 insight into the genome evolution and molecular phylogeny of the family Saturniidae.
52
Sequencing
53
For whole genome sequencing, we selected one male sample (Ay-7-male1) from a breeding were removed using Trimmomatic (Trimmomatic, RRID:SCR_011848) [17] . Jellyfish [18] 84 was used to count the k-mer frequency for estimation of the genome size of A. yamamai. genomic characteristic was hypothesized to be a result of environmental adaption [19] . The 92 underlying mechanism of these sustained heterozygosity is unclear, but associative 93 overdominance can be one of the candidate explanation of this phenomenon [20, 21] proven valuable for the study of highly heterozygous genomes in previous studies [27, 28] .
110
After scaffolding was performed using SSPACE-LongRead with Illumina synthetic long read 111 data, the total number of assembled scaffolds was effectively reduced from 398,446 to 24,558.
112
The average scaffold length was also extended from 1. RMBlast and 'no_is' option for skipping bacterial insertion element check. protein domain searches were conducted on the consensus gene set using InterproScan5
196
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